HDMS E yielded more protein identifications than MS E for unfractionated Arabidopsis root protein lysates. 2
Figure S1
Technical replicates for the UPLC-HDMSE protocol using unfractionated protein lysates. 2 Table S2  Pearson correlation table for biological and technical replicates.  2  Table S3 Protein abundances at 8, 12, and 24 hours (A=auxin-treated, C=control). 3 Thought to act as cargo receptor at the lumenal side for incorporation of secretory cargo molecules into transport vesicles and to be involved in vesicle coat formation at the cytoplasmic side (By similarity). Interacts with p24beta2 at endoplasmic reticulum export sites for endoplasmic reticulum exit and coupled transport to the Golgi apparatus. Once in the Golgi, interacts very efficiently with the COPI machinery for retrograde transport back to the endoplasmic reticulum (216 aa); SCORE: 0.944 AT4G34450 coatomer subunit gamma; The coatomer is a cytosolic protein complex that binds to dilysine motifs and reversibly associates with Golgi non-clathrin-coated vesicles, which further mediate biosynthetic protein transport from the ER, via the Golgi up to the trans Golgi network. Coatomer complex is required for budding from Golgi membranes, and is essential for the retrograde Golgi-to-ER transport of dilysine-tagged proteins (By similarity) (886 aa); SCORE: 0.931 AT2G16200 coatomer gamma subunit appendage domain-containing protein (83 aa); SCORE: 0.931 AT1G57620 emp24/gp25L/p24 family/GOLD domain-containing protein; Involved in vesicular protein trafficking. Mainly functions in the early secretory pathway. Thought to act as cargo receptor at the lumenal side for incorporation of secretory cargo molecules into transport vesicles and to be involved in vesicle coat formation at the cytoplasmic side (By similarity) TOC34 TOC34  AKR2 AKR2   APX5 APX5  CB5-B CB5-B   OEP7 OEP7  TOC64-III TOC64-III   TOC33 TOC33 AT1G07400 AT1G07400 APX3 L-ascorbate peroxidase; Plays a key role in hydrogen peroxide removal (By similarity) (287 aa); SCORE: 0.997 OEP7 outer envelope membrane protein 7 (64 aa); SCORE:0.996 TOC33 translocase of chloroplast 33; GTPase involved in protein precursor import into chloroplasts. Seems to recognize chloroplast-destined precursor proteins and regulate their presentation to the translocation channel through GTP hydrolysis. Binds GTP, GDP, XTP, but not ATP. Probably specialized in the import of nuclear encoded photosynthetic preproteins from the cytoplasm to the chloroplast, especially during early development stages (297 aa); SCORE: 0.989 TOC34 translocase of chloroplast 34; GTPase involved in protein precursor import into chloroplasts. Seems to recognize chloroplast-destined precursor proteins and regulate their presentation to the translocation channel through GTP hydrolysis. Probably specialized in the import of nuclear encoded non-photosynthetic preproteins from the cytoplasm to the chloroplast (313 aa); SCORE: 0.988 TOC64-III translocon at the outer membrane of chloroplasts 64-III; Chaperone receptor mediating Hsp90-dependent protein targeting to chloroplasts. Bi-functional preprotein receptor acting on both sides of the membrane. Not essential for an efficient import of pre-proteins into plastids (589 aa); SCORE: 0.946 CBR cytochrome-b5 reductase; Reductase transfering electrons from NADH to cytochrome b5. Required for the NADH-dependent electron transfer involved in the desaturation and hydroxylation of fatty acids and in the desaturation of sterol precursors. No activity with NADPH as electron donor (281 aa); SCORE:0.939 CB5-B cytochrome B5 isoform B; Membrane bound hemoprotein which function as an electron carrier for several membrane bound oxygenases, including fatty acid desaturases (134 aa); SCORE: 0.931 APX5 L-ascorbate peroxidase; Plays a key role in hydrogen peroxide removal (By similarity) (279 aa); SCORE: 0.930 AT1G07400 class I heat shock protein (157 aa); SCORE:0.866 HSP18.2 heat shock protein 18.2 (161 aa); SCORE: 0.795 AKR2: ankyrin repeat-containing protein 2; Seems to be involved in the regulation of hydrogen peroxide levels during biotic and abiotic stresses by optimizing the ascorbate peroxidase 3 (APX3) hydrogen peroxide-degrading activity. This regulation might be monitored by GRF6 (350 aa) AT3G22845 emp24/gp25L/p24 family/GOLD domain-containing protein; Involved in vesicular protein trafficking. Mainly functions in the early secretory pathway but also in post-Golgi membranes. Thought to act as cargo receptor at the lumenal side for incorporation of secretory cargo molecules into transport vesicles and to be involved in vesicle coat formation at the cytoplasmic side (By similarity) (214 aa) 
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